ABSTRACT The Gram-positive genus Clavibacter harbors economically important plant pathogens infecting a variety of agricultural crops, such as potato, tomato, corn, barley, etc. Here, we report five new genome sequences, those of strains CFIACs3N, CFIA-CsR14, LMG 3663 T , LMG 7333 T , and ATCC 33566 T , from different subspecies of Clavibacter michiganensis. All these genomic data will be used for reclassification and niche-adapted feature comparisons.
51, 51, 52, 52, and 52 noncoding RNA genes for CFIA-Cs3N, CFIA-CsR14, LMG3663, LMG7333, and ATCC 33566, respectively. In consideration of the highly specific pathogenicity of these plant pathogens on particular host plants, a total of 32 loci involved in the virulence and pathogenicity determinants for the 3 C. michiganensis subsp. sepedonicus strains were identified, in comparison with 32, 34, and 22 loci for C. michiganensis subsp. insidiosus, C. michiganensis subsp. michiganensis, and C. michiganensis subsp. nebraskensis strains, respectively.
Detailed reclassification of these genomes with others from GenBank will more accurately clarify the taxonomic status for Clavibacter species (11) . In addition, analysis of these strains related to their niche-adapted features, including pathogenicity-related determinants, will provide detailed insight on ecology, virulence, and plant-pest interactions of these widely distributed pathogens.
Accession number(s).
The draft genome sequences of C. michiganensis subsp. sepedonicus strains of CFIA-Cs3N and CFIA-CsR14 have been deposited in the DDBJ/EMBL/ GenBank database under the accession numbers MZMM00000000 and MZMN00000000, respectively. The 3 type strains of C. michiganensis subsp. insidiosus LMG 3663, C. michiganensis subsp. michiganensis LMG 7333, and C. michiganensis subsp. tessellarius ATCC 33566 have also been deposited in the DDBJ/EMBL/GenBank database under the accession numbers MZMO00000000, MZMP00000000, and MZMQ00000000, respectively. The versions for all five strains described in this paper are the first versions.
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